results with standards. Moreover, detailed information about their MS/MS spectra and LC-MS methods is not available. Many researchers described the short HPLC runs for the detection of phenazines that did not account for the metabolites that elute at later stages (El-sayed et al., 2008; Upadhyay and Srivastava, 2011) .
Lahorenoic acid A was exclusively reported by our group (Mehnaz et al., 2013) and since then has not been reported by any other group. WLIP was also reported first time from Pseudomonas aurantiaca PB-St2 in the same paper, though it has been reported earlier from other species of Pseudomonas (Meng et al., 2014) . Keeping these findings in mind, a method was established that accounts for all the basic details in detection of these compounds from Pseudomonas aurantiaca in particular and other pseudomonads in general. LC-MS method was established with long run time and gradient flow, to make the better separation of these compounds. For confirmation of results, MS/MS fragmentation patterns of all compounds were also observed. The same LC-MS method was used for HPLC detection of these compounds, however, a different column was used. Many research groups working on metabolomics do not have access to standards of every compound. It was difficult to get the standards by our group as well and therefore, purified fractions of these compounds manually collected through HPLC, were used as reference standards for relative quantification of detected compounds. This method is significant as it provides the details about four essential and main secondary metabolites of Pseudomonas sp. in a single LC-MS and HPLC run. aurantiaca (GS-1, GS-3, GS-4, GS6, GS-7, ARS-38, PBSt-2, FS-2) and one isolate
Materials and Reagents
Pseudomonas chlororaphis subsp. chlororaphis (RP-4) were included in this research. These bacterial strains are 16S rRNA identified and screened for their PGPR activities (Shahid et al., 2017) . All bacterial strains were streaked on King's B agar plates (see Recipes) and plates were incubated at 28 ± 2 °C for 48 h. 6. Re-dissolve residues of extracts in methanol and chloroform (2 ml methanol:2 ml chloroform), completely dry in a fume hood and store at 4 °C.
C. Identification of bacterial compounds using LC-MS 1. For characterization of bacterial secondary metabolites, dissolve the extracts in 1.5 ml of methanol and 500 µl of chloroform.
Note: Please be sure that extracts are completely dissolved and no un-dissolved residue left in the vials. If any portion of extracts remains undissolved, collect the methanol and chloroform soluble part in separate vials and dissolve the remaining undissolved part in DMSO (Dimethyl sulfoxide).
2. Take 500 µl of these extracts and individually filter with sterile syringe filters of 0.2 µm (Fisher Scientific).
3. Subject the extracts of all strains to Liquid Chromatography-Electrospray Ionization-Mass Table 2 . 
